Background: Purely epistatic multi-locus interactions cannot generally be detected via singlelocus analysis in case-control studies of complex diseases. Recently, many two-locus and multilocus analysis techniques have been shown to be promising for the epistasis detection. However, exhaustive multi-locus analysis requires prohibitively large computational efforts when problems involve large-scale or genome-wide data. Furthermore, there is no explicit proof that a combination of multiple two-locus analyses can lead to the correct identification of multi-locus interactions.
genes that can be described by purely epistatic two-locus interaction models. Moreover, there are no interactions between these four genes that can be described by purely epistatic multi-locus interaction models with marginal two-locus effects. The findings provide an alternative explanation for the aetiology of T2D in a UK population.
Conclusion:
An omnibus permutation test on ensembles of two-locus analyses can detect purely epistatic multi-locus interactions with marginal two-locus effects. The study also reveals that SNPs from large-scale or genome-wide case-control data which are discarded after single-locus analysis detects no association can still be useful for genetic epidemiology studies.
Background
Complex diseases cannot generally be explained by Mendelian inheritance [1] because they are influenced by gene-gene and gene-environment interactions. Many common diseases such as asthma, cancer, diabetes, hypertension and obesity are widely accepted and acknowledged to be results of complex interactions between multiple genetic factors [2] . Attempts to identify factors that could be the causes of complex diseases have led to many genome-wide association studies [3, 4] . Raw results from these attempts produce a large amount of single nucleotide polymorphism (SNP) data from every individual participating in the trials.
For genetic epidemiologists, data sets from genome-wide association studies present many challenges, particularly the correct identification of SNPs that associate with the disease of interest from all available SNPs [5] . This challenge can be treated as a pattern recognition problem which aims to identify an attribute or SNP set that can lead to the correct classification of recruited samples. Heidema et al. [5] and Motsinger et al. [6] have reviewed and identified many machine learning techniques that are suitable to the task. Among many strategies and techniques, the protocol that appears to be most promising for genome-wide association studies involves two main steps: SNP set reduction and classification model construction [7] . From a machine learning viewpoint, attribute selection techniques can be divided into three main categories: filter, wrapper and embedded approaches [8] . In a filter approach, a measure or an index is used to determine the correlation between attributes and classes, e.g. affected and unaffected status in a case-control study. Attributes that are deemed to be important for the classification according to the measure are then selected. The filter approach includes χ 2 and odds ratio tests [9, 10] , omnibus permutation tests [11] [12] [13] , a correlation-based feature selection technique [14] , a ReliefF technique [15] and a tuned ReliefF technique [16] . In a wrapper approach, the significance of an attribute subset is evaluated from the classification performance by a classifier. The capability of the wrapper approach to identify significant attributes thus depends on the chosen classifier and the search algorithm for the identification of the best attribute subset.
Combinatorial [17] and restricted partitioning methods [18] , a multifactor dimensionality reduction method [19] [20] [21] [22] [23] [24] [25] and a polymorphism interaction analysis technique [26] are examples of the wrapper approach. An embedded approach concentrates on informative attributes during the construction of a classification model. Examples of the embedded approach include a genetic algorithm with Boolean algebra [27] , genetic programming based decision trees [28, 29] , random forests [30] [31] [32] and evolutionary neural networks [33, 34] . Based on this categorisation, classification models are not direct outputs from filterbased techniques. On the other hand, classification models are readily prepared as outputs from the wrapper and embedded approaches. In other words, the last two approaches can also be regarded as classification model construction techniques.
The success of the two-step pattern recognition approach relies heavily on the attribute selection step [14] . In casecontrol studies, epistatic effects play a vital role in establishing the difficulty level of SNP screening problems [35, 36] . Epistasis in the simplest form can be represented by disease models that require genotype inputs from two interacting SNPs [37, 38] . Many attempts have been made to produce consistent definitions and categorisation of different types of epistasis models [2, 35, [39] [40] [41] . According to Musani et al. [2] , a pure epistasis model [42] is difficult because each SNP exhibits no marginal single-locus effect in the model. As a result, it is impossible to detect the pure epistasis by univariate statistical tests. Examples of complex diseases that case-control studies have uncovered putatively pure epistasis include type 2 diabetes mellitus (T2D) [43] [44] [45] [46] and metabolic syndrome [47] . Due to the difficulty of screening for each SNP independently, it is suggested that attention should be focused on the analysis of differences between two-locus genotype distribution within case and control groups [40] and multi-locus Bayesian statistical analysis [48, 49] .
A number of SNP screening and association detection techniques have adopted the two-locus genotype monitoring strategy as their core engines [40, [50] [51] [52] . The search for interactions can be carried out via either exhaustive analysis [52] or the analysis that can be divided into two stages, incorporating single-locus analysis for the prescreening purpose [40, 50, 51] . In the two-stage mode, at least one SNP that involves in the construction of twolocus genotype unit must be a strong candidate for the association explanation, usually verified through univariate statistical tests. Each mode of the two-locus analysis possesses different strengths and weaknesses. The exhaustive analysis has a full capability of detecting pure epistasis but requires larger computational efforts [52] . In contrast, the two-stage analysis is more practical for large-scale data but with some risk of missing possible pure epistasis [50] . More practical usage of both two-locus analysis modes in real case-control studies is required before the feasibility issue can be fully addressed.
Many genetic association studies reveal that various complex diseases are results of putative multi-locus interactions [11, 46, 53] . With the constraints on a computational capability, exhaustive multi-locus analysis in large-scale or genome-wide association studies would be infeasible [52] . On the other hand, single-locus analysis would be unsuitable for the detection of pure epistasis. One possible approach that provides a trade-off between a computational limitation and an epistasis detection capability is to capture a multi-locus interaction by combining multiple results from two-locus analysis. To achieve this, it is necessary to prove that once a multi-locus interaction model is broken down into a combination of two-locus models, all or some of these models remain detectable through two-locus analysis. Although it is hinted in an early work on two-locus analysis [52] that the proposed approach is plausible, explicit experimentation and testing has never been conducted.
In this article, the feasibility of employing an ensemble of two-locus analyses for the multi-locus interaction determination is demonstrated. Specifically, the significance of the two-locus analysis ensemble is assessed by an omnibus permutation test [54] . The proposed method is inspired by a set association approach [11] , in which a limited number of sets that contain different numbers of SNPs are explored for possible association. These SNP sets are crucial in the global p-value calculation of the selected set via a permutation test and thus the decision to accept or reject the null hypothesis of no association. In other words, SNP set exploration and selection is required to assess the significance of the identified association. This means that the set association approach is equally interested in both SNP set selection and testing for significant association. The primary function of the proposed method is to detect possible association and assess its significance through the exploration of different ensembles of two-locus analyses. Hence, the proposed method is also equally interested in both ensemble selection and testing for significant association.
The proposed method is benchmarked against a simple exhaustive two-locus analysis technique, the set association approach [11] , the correlation-based feature selection technique [14] and the tuned ReliefF technique [16] . These filter-based attribute selection techniques are suitable for the benchmark trial since they are capable of detecting association. The case-control classification models constructed from screened SNPs via a multifactor dimensionality reduction method [19] are also provided.
Results and discussion

Algorithm
The proposed algorithm performs an omnibus permutation test on ensembles of two-locus analyses and is referred to as a 2LOmb technique. The algorithm consists of four steps as illustrated in Figure 1 and can be described as follows.
Two-locus analysis
Consider a case-control genetic association study with n m SNPs, for each pair of SNPs, a 2 × 9 contingency table with rows for disease status and columns for genotype configurations is created. A χ 2 test statistic and the corresponding p-value can subsequently be computed. With the total of n m SNPs, there are = n m !/((n m -2)!2!) possible SNP pairs. As a result, the p-value from each two-locus analysis must be adjusted by a Bonferroni correction. The Bonferroni-corrected p-value from each analysis is the lower value between × the uncorrected p-value and one.
Permutation test
The p-value for the null hypothesis that ensemble e--an ensemble of two-locus analyses of interest--is not associated with the disease can be evaluated by a permutation test. To achieve this, a scalar statistic is first computed from a function that combines the Bonferronicorrected χ 2 's p-values of individual two-locus tests. A suitable combining function must (a) be non-increasing in each p-value, (b) attain its maximum value when any pvalue equals to zero and (c) have a finite critical value that is less than its maximum for any significant level greater than zero [54] . In this study, a Fisher's combining function (-2∑ i log(p i )) is selected [55] . The p-value for the ensemble of two-locus analyses is assessed via a permutation simulation. In each permutation replicate, samples are constructed such that the case/control status of each sample is randomly permuted while the total numbers of Outline of 2LOmb. In this example, the algorithm takes a balanced case-control data set that consists of 400 samples and 1,000 SNPs. Each genotype is represented by an integer: 0 denotes a homozygous wild-type genotype, 1 denotes a heterozygous genotype and 2 denotes a homozygous variant or homozygous mutant genotype. A χ 2 contingency table is then constructed for each pair of SNPs in two-locus analysis. This results in the total of = 499,500 two-locus analyses. Thus, the Bonferroni-corrected χ 2 's p-value for each two-locus analysis is the lower value between 499,500 × its uncorrected p-value and one. In one ensemble, Bonferroni-corrected χ 2 's p-values from multiple two-locus analyses are combined together via a
Fisher's combining function, which in turn provides a Fisher's test statistic result. The raw p-value for the ensemble is obtained through a permutation test, which is composed of 10,000 randomised permutation replicates. Since multiple ensembles may be tried during the identification of the best association explanation, a global p-value is calculated to account for multiple hypothesis testing. The global p-value is estimated through the same permutation test that gives the raw p-value for each ensemble. The progressive search for the best association explanation is carried out by incrementally adding a two-SNP unit to the current best ensemble. The condition for search termination is based on both the raw p-value for the explored ensemble and the global p-value. In this example, the search is terminated after the fourth ensemble is explored due to an increase in the raw pvalue. Subsequently, the best SNP set for association explanation contains SNP1, SNP2 and SNP3 where the global p-value that accounts for testing of four hypotheses is p < 0.0001. is then performed for this two-locus analysis, yielding both raw and global p-values since only one hypothesis has been explored. Next, the search attempts to combine the existing best two-SNP unit with the two-SNP unit that possesses the next smallest Bonferroni-corrected χ 2 's pvalue from step 1 and does not have a higher permutation p-value than the first two-SNP unit. If this new ensemble yields either a higher raw p-value or the same raw p-value but a higher global p-value from a permutation test, the search is terminated and the association is explained by the previously identified two-locus analysis. Otherwise, the best ensemble of two-locus analyses is updated and the process of appending more two-SNP units to the ensemble continues. The progressive search terminates when deterioration in the raw or global p-value is detected, or all possible two-locus analyses have been included in the ensemble. It is recalled from step 3 that for the best ensemble containing E -1 < two-locus analyses, its global p-value is obtained from the evaluation of E hypotheses. Testing with simulated data 2LOmb is benchmarked against a simple exhaustive twolocus analysis technique, a set association approach (SAA) [11] , a correlation-based feature selection (CFS) technique [14] and a tuned ReliefF (TuRF) technique [16] in a simulation trial. The exhaustive two-locus analysis is simply the two-locus analysis procedure from the first step of the 2LOmb algorithm. An interaction is declared if at least one two-SNP unit with a Bonferroni-corrected χ 2 's p-value below 0.05 is detected. data sets for each simulation setting are generated via a genomeSIM package [60] . A paired t-test is suitable to assess the significance of results since the same simulated data sets are used during the algorithm benchmarking.
Validity of the algorithm
The results from the null data problem are summarised in Figure 2 while the results from the two-, three-and fourlocus interaction problems are shown in Figures 3-4 , 5-6 and 7-8, respectively. Clearly, 2LOmb significantly outperforms other techniques in terms of the low number of output SNPs, the high number of correctly-identified causative SNPs or both in every interaction problem (a paired t-test on 675 benchmark results yields a p-value < 0.05). On the other hand, both 2LOmb and SAA have the lowest false-positive error when compared to other techniques in the null data problem (a paired t-test on 225 benchmark results yields a p-value < 0.05). The statistical power analysis also reveals that the benchmark trial with 25 independent data sets for each simulation setting is sufficient for an accurate evaluation of the overall algorithm performance (power > 0.95 for a Type I error rate of 0.05). These results can be further interpreted as follows.
The performance of many existing attribute selection techniques for pattern recognition depends on the level of attribute interactions. A number of techniques, including CFS, appear to function well under a moderate level of interactions. However, the performance of CFS appears to be significantly reduced when the interaction level becomes too high [14, 61] because CFS favours an attribute that is strongly correlated with the classification outcome--disease status in this study--while at the same time is not correlated with other attributes. Since the main driving force behind epistasis is the interaction between SNPs, which are themselves attributes, CFS would not intuitively select all causative SNPs. Consequently, the SNP set produced by CFS appears to contain only uncorrelated SNPs. Obviously, a SNP that is a part of the interaction model would occasionally be picked up by CFS but CFS never successfully identifies all causative SNPs in any interaction problems. In addition, CFS reports more erroneous SNPs than other techniques in the null data problem and all three interaction problems due to many SNPs being uncorrelated. 
∩
The benchmarking of attribute selection techniques by Hall and Holmes [14] also reveals that ReliefF [15] is better than CFS in problems with a high level of interactions. Since ReliefF is essentially the core engine of TuRF, the results from this study are in agreement with the early benchmark trial. This finding strengthens the observation that the interaction level of SNPs in pure epistasis models is too high for CFS to handle. Similar to its predecessor, the performance of TuRF still depends on both the number of attributes and sample size. TuRF performs well in the majority of simulation scenarios with 1,000-2,000 SNPs and 800-1,600 samples. These scenarios are relatively easy since the number of SNPs is small while the sample size is large. However, the size of output SNP set, reported by TuRF from the null data problem and all three interaction problems, increases significantly when the difficulty level rises by either reducing the sample size or increasing the number of SNPs. This implies that when the problem contains a large number of candidate SNPs, the only way to ensure that TuRF reports a proper SNP set is to use a relatively large sample size, making it impractical in real genetic association studies due to many factors including disease prevalence, population size and genotyping cost.
The global p-values in most of the SAA results from the null data problem and all three interaction problems exceed 0.05, showing that SAA reports a low false-positive result in the null data problem. Nonetheless, SAA remains unsuitable for detecting pure epistasis because of its high false-negative error. This poor performance can be traced back to the manner in which SAA exploits an omnibus permutation test. As stated earlier, single-locus analysis does not detect any association between a SNP and the disease in this study. Hoh et al. [11] have demonstrated that genetic association can be more significantly observed when the single-locus test statistics are combined together. Nonetheless, there is an additional requirement that each causative SNP must exhibit a marginal single-locus effect. In the current study, the association signal from each causative SNP is lower than the required threshold, leading to similar test statistics and global p-values for both combinations of multiple SNPs which include causative SNPs and those which exclude causative SNPs.
Both 2LOmb and exhaustive two-locus analysis technique are capable of identifying all causative SNPs. However, the size of output SNP set from 2LOmb is significantly smaller than that from the exhaustive two-locus analysis. Appended SNPs to the causative SNPs in the output from 2LOmb and those from the exhaustive two-locus analysis are erroneous SNPs. These erroneous SNPs are parts of false two-SNP units with Bonferroni-corrected χ 2 's p-val-Performance of the exhaustive two-locus analysis, SAA, CFS, TuRF and 2LOmb in the null data problem ues less than 0.05. A similar trend of results regarding the size of output SNP set is also observed in the benchmark trial involving the application of 2LOmb and exhaustive two-locus analysis to the null data. This signifies that the permutation test and the progressive search embedded in 2LOmb can help reducing the number of erroneous SNPs in the output.
As mentioned earlier, 2LOmb produces the best results among five techniques in the benchmark trial. 2LOmb has a low false-positive error in the null data problem and is capable of detecting all causative SNPs in every simulated data set in all three interaction problems. This performance is further strengthened by highly significant global p-values in 2LOmb results from all three interaction problems (p < 0.0001) and the presence of a SNP in common among some or all pairs of two-SNP units in the three-and four-locus interaction problems. Nonetheless, some of the 2LOmb outputs contain a few erroneous SNPs which are irrelevant to the correct association explanation. Since all three interaction problems involving different numbers of causative SNPs are investigated by varying the total number of SNPs, the sample size and the level of heritability, these parameters may influence the number of erroneous SNPs in the 2LOmb results. Similarly, the total number of SNPs and the sample size may affect the number of erroneous SNPs in the 2LOmb results from the null data problem. ANOVA reveals that the only source of variation that significantly affects the number of erroneous SNPs in the null data, two-locus interaction and three-locus interaction problems is the sample size (p < 0.000001). In addition, the sample size must be greater than 800 for an increase in the number of erroneous SNPs to be significant. In contrast, ANOVA reveals that two sources of variation that affect the number of erroneous SNPs in the four-locus interaction problem are the sample size (p < 0.000001) and the total number of SNPs (p < 0.00005). Similar to the null data, two-locus interaction and three-locus interaction problems, the sample size in the four-locus interaction problem must be greater than 800 to create a significant increase in the number of erroneous SNPs. On the other hand, the number of erroneous SNPs appears to decrease when the total number of SNPs increases. These two sources of variation also interact with each other (p < 0.005). However, the interaction is most evident only when the sample size is large, i.e. when the sample size is 1,600.
ANOVA shows that the number of erroneous SNPs in the 2LOmb results is influenced by the sample size and the total number of SNPs but not by the heritability. It is observed that the number of erroneous SNPs increases when the sample size is large. This counterintuitive phenomenon can be explained as follows. As 2LOmb com- reasonably large χ 2 statistic and a small p-value can be obtained by chance from a two-SNP unit which is irrelevant to the correct association explanation also inevitably increases. With the increase in the possibility of erroneous SNP inclusion, the size of output SNP set gets bigger when the sample size is large. Another observation that appears to be counterintuitive is the reduction in the number of erroneous SNPs when the total number of SNPs increases. This phenomenon is the result of the Bonferroni correction usage. When the total number of SNPs is doubled, the Bonferroni correction factor in 2LOmb is quadrupled. A higher correction factor leads to a more stringent criterion for SNP selection. This subsequently leads to the reduction in the number of erroneous SNPs when the total number of SNPs is large.
Performance of the exhaustive two-locus analysis and 2LOmb in the two-locus interaction problem
In contrast to the first two parameters, different levels of heritability appear to have no effect on the 2LOmb results because all simulated data sets have balanced case-control samples and the embedded interaction models have the same architecture. For instance, a two-locus interaction model leads to zero penetrances for genotypes AABB, AABb, AaBB, Aabb, aaBb and aabb. Hence, the penetrances for these six genotypes are always equal to zero regardless of the heritability. On the other hand, genotypes AAbb, AaBb and aaBB have non-zero penetrances (see Methods for details). Therefore, different heritability levels certainly lead to different penetrances for genotypes AAbb, AaBb and aaBB. However, the ratios between the penetrances of these three genotypes are fixed and independent of the heritability. This model description can be generalised to cover the other multi-locus interaction models. In addition, the maximum penetrance in any two-locus or multi-locus interaction models always stays below 0.1 even though the heritability is at the highest level (see Methods for details). This means that case samples are always over-sampled from affected individuals to achieve a balanced case-control data set. Since all explored heritability levels lead to the same case over-sampling pattern, the simulated data sets of which the only primary difference being the heritability levels are indistinguishable from one another. This leads to the result similarities in interaction problems with the same number of SNPs in the data set, sample size and number of causative SNPs but different levels of heritability as shown in Figures 3, 4 , 5, 6, 7 and 8. The result trend is also independent of the number of simulated data sets used in the benchmark trial.
Performance of SAA, CFS, TuRF and 2LOmb in the two-locus interaction problem Performance of the exhaustive two-locus analysis and 2LOmb in the three-locus interaction problem Figure 5 Performance of the exhaustive two-locus analysis and 2LOmb in the three-locus interaction problem.
The explanation for how the results are obtained and displayed is the same as that given in Figure 3 . Performance of SAA, CFS, TuRF and 2LOmb in the three-locus interaction problem Figure 6 Performance of SAA, CFS, TuRF and 2LOmb in the three-locus interaction problem. The explanation for how the results are obtained and displayed is the same as that given in Figure 4 . The explanation for how the results are obtained and displayed is the same as that given in Figure 3 . The two-, three-and four-locus interaction data sets which have been screened for causative SNPs by 2LOmb are subsequently subjected to MDR analysis. MDR has successfully identified all erroneous SNPs and the correct interaction models have been constructed from all data sets. The prediction accuracy from the MDR analysis is illustrated in Figure 9 . It is noted that the prediction accuracy from all data sets is quite high due to the manner in which the pure epistasis model is defined [42] . Using the penetrance table for a two-locus interaction model with the heritability = 0.01 (see Methods for details), the twolocus genotype distribution of causative SNPs in a balanced case-control sample set from simulated data with 800 samples can be estimated and shown in Figure 10 .
Six genotypes in Figure 10 namely AABB, AABb, AaBB, Aabb, aaBb and aabb are protective genotypes. In other words, a sample with one of these six genotypes is a control sample because the penetrances for these genotypes are zero. It is also noted that the control samples with all nine genotypes precisely follow the distribution as jointly described by independent single-locus genotype distribution from loci A and B. In contrast, three remaining genotypes in Figure 10 namely AAbb, AaBb and aaBB are labelled as disease-predisposing genotypes because the majority of samples with these three genotypes are case samples. Samples with these genotypes may be either case or control samples because the penetrances for these genotypes are between zero and one. In fact, the probabilities that persons with these genotypes to have the disease are quite low since the penetrances for these genotypes are small. However, case samples must be over-sampled from affected individuals to ensure a balanced case-control data set because the disease prevalence for this two-locus interaction model is only 0.004975. In addition, each case sample must contain one of these three genotypes because the penetrances for the other genotypes are zero. As a result, the case samples with these genotypes do not follow the same two-locus genotype distribution as in the control samples. With six genotypes being exclusively specific to control samples and the majority of three remaining genotypes being found in case samples, the MDR prediction accuracy for the two-locus interaction model is high. This explanation can also be generalised to cover the MDR results from the other multi-locus interaction data sets.
Another advantage of using 2LOmb for SNP screening prior to the MDR analysis is the reduction in computational time for interaction detection. The computational time for 2LOmb to finish screening the SNPs is provided to demonstrate this strength of 2LOmb. Moreover, the computational time required to identify causative SNPs by the MDR analysis and that by the combined approach which involves SNP screening by 2LOmb and follows by the MDR analysis is given. The previously-described simulated data sets with causative SNPs are used to produce the computational time results from the SNP screening by 2LOmb and the combined approach. All possible interaction models that can be constructed from the 2LOmb outputs are explored by MDR in the combined approach. On the other hand, the data sets for the direct MDR analysis are prepared by restricting the number of SNPs in each data set to 100. Only SNPs that are irrelevant to the correct association explanation are removed from the original simulated data sets. Furthermore, MDR only explores the interaction models that do not cover more than four SNPs in the data for this latter simulation setting. The summary of computational time required for the SNP screening by 2LOmb and that for both direct MDR and combined approaches to correctly identify all causative SNPs is given in Table 1 . The maximum time required by 2LOmb to screen SNPs in the largest data set is 419 seconds or approximately seven minutes. Moreover, the combined 2LOmb and MDR approach discovers the correct causative SNPs much faster than MDR. This time reduction is achieved even though the problems have been simplified for the direct MDR analysis. A direct application of MDR to the original simulated data sets is certainly impractical.
The simulated multi-locus interaction problems in this article are based on the pure epistasis model by Culverhouse et al. [42] . It is possible to capture a number of multi-locus interactions with marginal two-locus effects via a combination of two-locus analyses. However, there are many multi-locus interaction scenarios without marginal two-locus effects. In such cases, 2LOmb and the exhaustive two-locus analysis technique are unable to detect interactions. Among the explored techniques, TuRF and MDR have a better chance of detection. Nonetheless, TuRF functions well only when the total number of SNPs in data is small and the sample size is large enough while the total number of SNPs in data affects the practicality of direct MDR analysis.
Every attribute selection technique has a limitation in terms of the maximum numbers of samples and attributes that it can handle. Single-locus analysis techniques always have a higher limit than multi-locus analysis techniques.
Because attribute subset evaluation is usually integrated into multi-locus analysis techniques, consequently the number of possible attribute subsets that can be explored is extremely large when the candidate attribute set is large.
Together with a potentially large sample size, a higher computational requirement for multi-locus analysis techniques is inevitable. As a result, the direct application of multi-locus analysis techniques to a much larger data set than those presented in this article, which is usually considered in genome-wide association studies, would be impractical. However, it is reasonable to expect that both marginal single-locus and epistatic effects are present in any genome-wide data sets. A multi-stage strategy that incorporates multiple techniques, designed for different detection modes, would be more suitable to handle large data. For instance, the marginal single-locus effects should be the first priority and, as such, be detected by singlelocus analysis. Then, a special case of pure epistasis [2] or semi-purely epistatic events, in which a SNP displaying a marginal single-locus effect interacts with a SNP that exhibits no marginal single-locus effect, should be considered. Many two-locus analysis techniques have been proven to be well suited to this type of epistasis [40, 50, 51] . Finally, the detection of pure epistasis is carried out in the last stage. With the reduction of SNPs from the first stage, the chance that some multi-locus analysis techniques are applicable to the remaining SNPs increases. In addition to the multi-stage approach, a prior knowledge regarding the previously reported association can be exploited to select candidate genes based upon ontology and pathways. This practice is due to the necessity for the derivation of plausible interpretation. The screening for SNPs within or near candidate genes before the association detection also increases the chance that multi-locus analysis techniques can be applied to the remaining data.
Testing with real data 2LOmb has been applied to study a type 2 diabetes mellitus (T2D) data set, collected and investigated by the Wellcome Trust Case Control Consortium (WTCCC) [3] . The data set consists of 1,999 case samples from affected individuals in the UK and 3,004 control samples, which are the results of a merging between 1,500 samples from the UK blood services and 1,504 samples from the 1958 British birth cohort. The original genome-wide data set contains 500,568 SNPs that are obtained through the Affymetrix GeneChip 500 K Mapping Array Set. The SNP set is primarily reduced by screening for SNPs within and near 372 candidate genes collected by the Human Genome Epidemiology Network (HuGENet) [62] . These candidate genes cover genes from both positive and negative genetic association reports, in which studies are conducted in various ethnic groups and populations. The SNP set is further reduced by removing SNPs that exhibit Prediction accuracy from the MDR analysis Figure 9 Prediction accuracy from the MDR analysis. A 10-fold cross-validation strategy is applied during the accuracy evaluation. The best MDR model is located by exploring all possible SNP combinations. All erroneous SNPs, which are left over after the screening by 2LOmb, have been successfully identified. All MDR models contain the correct number of causative SNPs. In addition, the MDR cross-validation consistency is 10/10. The 2LOmb search in the reduced T2D data set takes 3,456 seconds (57.6 minutes) of computational time on the Beowulf cluster. The possible genetic association is detected from 11 intronic SNPs in four genes (global pvalue < 0.0001). Details of these SNPs, the two-SNP units that exhibit marginal two-locus effects and the identified genes are given in Table 2 . A two-SNP unit is located in LMX1A. A two-SNP unit is also detected in PARK2. In addition, there is one SNP in common among SNPs in both GYS2 two-SNP units. Similarly, there is one common SNP among three two-SNP units located in PGM1. Nonetheless, a two-SNP unit in which each SNP is located in a different gene is absent, indicating that there is no evidence of gene-gene interactions which can be observed from the 2LOmb result. Linkage disequilibrium (LD) analysis is subsequently performed using a JLIN package [63] and the resulting LD patterns are illustrated in Figure  11 . It is noted that there is strong LD among SNPs within each gene due to high values of D' [64] and r 2 [65] . The genotype and haplotype relative risks are then calculated and the results are presented in Tables 3, 4 , 5, 6, 7, 8, 9 and 10. Haplotype inference is carried out using an expectation-maximisation method [66] . The analysis reveals that a more prominent indication of a relative risk is observed when two-SNP units are considered. It is also noted that the genotype relative risk is directly influenced by the haplotype relative risk once a genotype is phased into all possible haplotype pairs. The detection of these two-SNP units is thus believed to be the consequence of haplotype effects. An early T2D association study also reveals similar haplotype effects in FUSION data [67] . Next, an interaction dendrogram [68, 69] constructed from the 11 SNPs by MDR software is given in Figure 12 . A strong synergistic effect between the two SNPs in PARK2 is clearly observed. In contrast, the interactions between PGM1, LMX1A, PARK2 and GYS2 are clearly absent. Since many early genetic association studies of T2D and metabolic syndrome employ MDR analysis [43] [44] [45] 47] , additional MDR analysis would be useful for the comparison. The screened T2D case-control data set which contains 11 SNPs identified by 2LOmb is further subjected to MDR analysis. The prediction accuracy of the best MDR model is summarised in Table 11 . The model covers six SNPs in three genes: PGM1, PARK2 and GYS2. These SNPs are also present in three two-SNP units identified by 2LOmb. It is noted that the prediction accuracy in this real data set is much less than that from the simulated data sets. Nevertheless, the attainment of low prediction accuracy does not necessarily suggest that there is no genetic association. Early works involving genetic association studies of T2D and metabolic syndrome in various populations via MDR analysis produce similar values of prediction accuracy as summarised in Table 12 . The prediction accuracy by MDR from most studies is in the range of 0.5-0.6. The only genetic association study of T2D that the prediction accuracy is distinctively high is conducted in a Korean population [43] . Differences in genetic background, candidate genes and selected SNPs are the main causes of variation in the genetic association results. Although MDR does not select five SNPs from the 2LOmb output, these SNPs should not be regarded as erroneous SNPs because there is strong linkage disequilibrium among SNPs in each gene. Moreover, early genotype and haplotype relative risk analysis clearly indicates that each gene, identified by 2LOmb, plays a role in the T2D association explanation. Overall, the analysis with the methods above only confirms the positive association for PGM1, LMX1A, PARK2 and GYS2 while gene-gene interactions are clearly absent. This signifies that, for the current study, there is no interaction between each pair of the identified genes that can be described by purely epistatic two-locus interaction models. In addition, there are no interactions Genotype distribution of two causative SNPs in a balanced case-control data set with the sample size of 800 between these four genes that can be described by purely epistatic multi-locus interaction models with marginal two-locus effects.
The four genes selected by 2LOmb regulate many pathways that involve in the disease development [70] [71] [72] . The genetic association studies involving these genes have been previously conducted in different populations. For instance, LMX1A has been chosen as a positional and biological candidate gene for a case-control study of T2D in Pima Indians [73] . This gene is chosen as a candidate because a linkage of T2D to chromosome 1q21-q23 has been previously reported [74] . In addition, LMX1A is one of LIM homeobox genes that are expressed in pancreas and has been shown to activate insulin gene transcription. Although SNPs have been carefully selected from the entire gene, no association between these SNPs in LMX1A and T2D has been found in this ethnic group.
PARK2 is another candidate gene that is also selected for case-control studies, based on evidence from genomewide linkage analysis [75] . A linkage of T2D in an African American population to chromosome 6q24-q27 has been previously identified [76] . Although PARK2 mainly involves in the development of Parkinson's disease, single-locus analysis reveals strong evidence of association between SNPs, which are in the vicinity of SNPs identified by 2LOmb, and T2D in African Americans.
In contrast to LMX1A and PARK2, which are candidate genes in typical T2D case-control studies, GYS2 is considered in a study to identify genes responsible for troglitazone-associated hepatotoxicity in Japaneses with T2D [77] . In other words, both case and control samples in the study are drawn from troglitazone-treated T2D patients, in which case patients exhibit an abnormal increase in alanine transaminase (ALT) and aspartate transaminase (AST) levels. GYS2 regulates starch and sucrose metabolism and an insulin signalling pathway. The selected SNPs in GYS2 are not found to associate with troglitazoneinduced hepatotoxicity.
Similar to the study of GYS2, the association study involving PGM1 is not carried out as a typical T2D case-control study. In fact, an attempt to identify association between PGM1 polymorphisms and obesity has been conducted among T2D affected individuals in Italy [78] . PGM1 regulates glycolysis and gluconeogenesis, starch and sucrose metabolism, galactose metabolism, a pentose phosphate pathway, and streptomycin biosynthesis. Isozyme polymorphisms [79, 80] , which are defined through structural differences in PGM1 protein, are used instead of SNPs in the study where positive association is identified.
In summary, positive association has been reported from previous studies involving PARK2 in African Americans and PGM1 in Italians. In contrast, negative association has been reported from previous studies about LMX1A in Pima Indians and GYS2 in Japaneses. Both GYS2 and PGM1 regulate starch and sucrose metabolism while LMX1A and PARK2 govern insulin gene transcription and Parkinson's disease development, respectively. The above discussion strengthens the importance of conducting large-scale association studies due to two main reasons. Firstly, a gene that does not contribute to the aetiology of a complex disease in one population may be important for association explanation in another population. Secondly, the absence of interacting candidate genes from a study may lead to negative association due to a lack of necessary genetic information. A two-locus interaction Only one computing processor in a Beowulf cluster is occupied during the analysis of one data set. The test problems for the direct MDR analysis have been simplified by reducing the number of SNPs in each data set to achieve attainable computational time. The displayed time is collected from the processing of multiple independent data sets for each simulation setting. The computational time from the benchmark trial involving 2LOmb, and the combined 2LOmb and MDR approach is the maximum time needed by each method to detect interactions in one data set. In contrast, the computational time from the direct MDR analysis is the minimum time for the completion of interaction detection in one data set. The computational time required by 2LOmb for the null data problem is similar to that for the two-locus interaction problem.
can occur between SNPs from genes that regulate one specific pathway [44] or between SNPs from genes that regulate different pathways [45] . Furthermore, a multi-locus interaction may involve both SNPs from genes that regulate the same pathway and SNPs from genes that govern different pathways. Hence, candidate genes should be selected by considering all pathways that directly and indirectly contribute to the disease development.
This study produces evidence of association between 11 intronic SNPs in PGM1, LMX1A, PARK2 and GYS2, and T2D in a UK population. Although there are other independent genome-wide T2D data sets, the association detection within these data using a similar methodology to the presented method has never been attempted because the methodology employed in the majority of genome-wide association studies is based on single-locus analysis [3, 81] . It is recalled that each SNP explored in the reduced T2D data set exhibits no marginal single-locus effect. Hence, the most logical approach to confirm the possibility of replicating association results from the current study is to perform the same detection method on these independent data sets. This is certainly important to gain further understanding of the genetic role in T2D susceptibility. 
Implementation
Conclusion
In this article, a method for detecting epistatic multi-locus interactions in case-control data is presented. The study focuses on pure epistasis [2] , which cannot be detected via single-locus analysis [42] . To overcome this difficulty, the proposed method performs an omnibus permutation test [54] on ensembles of two-locus analyses and is thus referred to as 2LOmb. The detection performance of 2LOmb is evaluated using both simulated and real data. From the simulation, 2LOmb produces a low false-positive error when the tests on null data of no association are performed. Furthermore, 2LOmb can identify all causative SNPs and outperforms a simple exhaustive two-locus analysis technique, a set association approach (SAA) [11] , a correlation-based feature selection (CFS) technique [14] and a tuned ReliefF (TuRF) technique [16] in various interaction scenarios with marginal two-locus effects. These scenarios are set up by varying the number of causative SNPs, the number of SNPs in data, the sample size and the heritability. ANOVA reveals that the number of SNPs in data and the sample size influence the number of erroneous SNPs appended to the correctly-identified causative SNPs in the 2LOmb output. In contrast, the results from 2LOmb appear to be insensitive to the variation in heritability. After subjecting the data sets containing only SNPs that are screened by 2LOmb to multifactor dimensionality reduction (MDR) analysis [19] , all erroneous SNPs are successfully removed. In addition, an insight into the MDR models is provided. 2LOmb is subsequently applied to a real case-control type 2 diabetes mellitus (T2D) data set, which is collected from a UK population by the Wellcome Trust Case Control Consortium (WTCCC) [3] . The original genome-wide data set is first reduced by selecting only SNPs that locate within or near 372 candidate genes reported by the Human Genome Epidemiology Network (HuGENet) [62] . In addition, the selected SNPs must exhibit no marginal single-locus effects. The final data set, which consists of 1,999 case samples and 3,004 control samples, contains 7,065 SNPs from 370 candidate genes. 2LOmb identifies 11 intronic SNPs that are associated with the disease. These SNPs are located in PGM1, LMX1A, PARK2 and GYS2. The 2LOmb result suggests that there is no interaction between each pair of the identified genes that can be described by purely epistatic two-locus interaction models. Moreover, there are no interactions between these four genes that can be described by purely epistatic multi-locus interaction models with marginal two-locus effects. This evidence of genetic association for these four genes leads to an alternative explanation for the aetiology of T2D in the UK population. It also implies that SNPs from genome-wide data which are usually discarded after single-locus analysis confirms the null hypothesis of no association can still be useful for genetic association studies of complex diseases.
Methods
Pure epistasis model
The pure epistasis model of interest is proposed by Culverhouse et al. [42] . The model describes a restriction or constraint for penetrance of each genotype constituting the 
Interaction dendrogram produced from 11 SNPs that are chosen by 2LOmb Figure 12 Interaction dendrogram produced from 11 SNPs that are chosen by 2LOmb. The colours in the dendrogram comprise a spectrum of colours representing a transition from synergy to redundancy. Synergy denotes the situation in which the entropy-based interaction between two SNPs provides more information than the entropy-based correlation between the pair. Redundancy refers to the situation in which the entropy-based interaction between two SNPs provides less information than the entropy-based correlation between the pair [7] . Association between these SNPs and the disease is possible (global p-value < 0.0001). Seven two-SNP units are present in the ensemble where each unit contains a pair of SNPs from the same gene.
where K is the disease prevalence. Obviously, many combinations of penetrance f ij satisfy the condition given in equation 6. Culverhouse et al. [42] suggest that a pure epistasis model with the maximum heritability is particularly useful in association studies. The heritability (h 2 ) of the two-locus interaction model is defined by where V T = K(1 -K) is the total variance of the dichotomous phenotypes in the population and V I is the epistatic variation attributable to the genotypes. V I is defined by
The search for feasible penetrance f ij that also maximises the heritability or other variance-based objectives can be treated as a constraint optimisation problem. Many algorithms including a double description method [42] and a genetic algorithm [83] have been proven to be suitable for the task.
Culverhouse et al. [42] have identified the maximum heritability of purely epistatic two-locus and multi-locus interaction models for various values of disease prevalence. For instance, the maximum heritability of a two- The relative risk is calculated from the ratio between the probability of a genotype of interest occurring in the case group and that of the same genotype occurring in the control group. Only the relative risks based on genotypic information from each SNP and SNP pairs identified by 2LOmb are considered. Characters 0, 1 and 2 represent different genotypes at each locus where 0 denotes a homozygous wild-type genotype, 1 denotes a heterozygous genotype and 2 denotes a homozygous variant or homozygous mutant genotype. The relative risk displayed in boldface is statistically significant. The major/minor alleles for rs2269241, rs2269239, rs3790857 and rs2269238 are T/C, G/C, C/T and G/T, respectively. The allelic information is extracted from the original T2D data. SNP1 = rs2269241, SNP2 = rs2269239, SNP3 = rs3790857 and SNP4 = rs2269238.
locus interaction model for p A = p B = 0.5 with the penetrances in Table 14 is
When a two-locus interaction model is expanded into a multi-locus interaction model, the marginal penetrance equality constraint must be extended to cover all loci. Fur-thermore, the expression for V I must also be expanded to cover additional genotypes while the expression for V T remains unchanged. With the necessary model expansion, the maximum heritability of a three-locus interaction model for p A = p B = p C = 0.5 with the penetrances in Table  15 is given by The relative risk is calculated from the ratio between the probability of a haplotype of interest occurring in the case group and that of the same haplotype occurring in the control group. Haplotype inference is carried out using an expectation-maximisation method. Only the relative risks based on genotypic information from each SNP and SNP pairs identified by 2LOmb are considered. Characters 0 and 1 represent different alleles at each locus where 0 and 1 denote major and minor alleles, respectively. The relative risk displayed in boldface is statistically significant. The allelic information for each SNP is given in Table 3 . SNP1 = rs2269241, SNP2 = rs2269239, SNP3 = rs3790857 and SNP4 = rs2269238. The explanation for how the relative risks are obtained and displayed is the same as that given in Table 3 . The major/minor alleles for rs2348250 and rs6702087 are G/A and G/C, respectively. The allelic information is extracted from the original T2D data. SNP5 = rs2348250 and SNP6 = rs6702087.
Similarly, the maximum heritability of a four-locus interaction model for p A = p B = p C = p D = 0.5 with the penetrances in Table 16 is
Additional details about the maximum heritability and the corresponding two-locus and multi-locus penetrance tables for other values of disease prevalence can be found in Culverhouse et al. [42] . In this article, the simulated data sets are generated to achieve the maximum heritability of 0.01, 0.025 and 0.05. The values of disease prevalence that lead to the target heritability for two-, three-and four-locus interaction models are given in Table 17 .
genomeSIM genomeSIM is a simulation package for generating casecontrol samples in large-scale and genome-wide association studies [60] . The package is capable of producing many realistic scenarios, which can be observed in a population and genetic samples, including linkage disequilibrium, phenocopy and genotyping errors. The case/control status of each sample is determined from the penetrancebased genetic models or interaction models. As a result, the package can accommodate many epistasis models including the one proposed by Culverhouse et al. [42] . A data set can be produced via two modes: a populationbased simulation and a probability-based simulation. In the population-based simulation, an initial population is generated according to the predefined allele frequency of each SNP. Then further generations are created by crossing the genotype strings within successive generations until the specified number of generations is reached. The resulting data set contains a population-dependent case and control samples that follow a forward-time simulation strategy. In contrast, genotype strings are incrementally generated without any string crossing for only one generation in the probability-based simulation. The creation of new strings is terminated only when the desired numbers The explanation for how the relative risks are obtained and displayed is the same as that given in Table 4 . The allelic information for each SNP is given in Table 5 . SNP5 = rs2348250 and SNP6 = rs6702087. The explanation for how the relative risks are obtained and displayed is the same as that given in Table 3 . The major/minor alleles for rs1893551 and rs6924502 are G/A and T/C, respectively. The allelic information is extracted from the original T2D data. SNP7 = rs1893551 and SNP8 = rs6924502.
of case and control samples are obtained. In this study, the probability-based simulation is used to produce all case and control samples where the simulation parameter setting is given in the supplement (see Additional file 2). genomeSIM is available upon request to Scott M. Dudek at the Vanderbilt University dudek@chgr.mc.vanderbilt.edu.
Set association approach
A set association approach (SAA) is an association detection technique based on an omnibus permutation test on sets of candidate SNPs [11] . The test captures information about genotyping errors, deviation from Hardy-Weinberg equilibrium (HWE) and allelic association. In the first step, the genotype distribution for each SNP in the control samples is checked for HWE. Then, the number of SNPs that is to be excluded from the study (n d ) is set to the number of SNPs in the control samples that deviate from HWE. Two test statistics are subsequently calculated for each SNP: an allelic association statistic and a statistic for the deviation from HWE of each SNP in the case samples.
The allelic association statistic is a χ 2 statistic which is cal- The explanation for how the relative risks are obtained and displayed is the same as that given in Table 4 . The allelic information for each SNP is given in Table 7 . SNP7 = rs1893551 and SNP8 = rs6924502. The explanation for how the relative risks are obtained and displayed is the same as that given in Since multiple hypotheses are postulated during the construction of candidate SNP sets, the global p-value for the selected candidate set must be evaluated. This is achieved through a permutation simulation in which the current raw p-value for the chosen candidate set is now used as the test statistic. The existing permutation replicates, created for the early estimation of the raw p-value, can be reused and a nested permutation simulation is hence avoided. In this study, the maximum allowable size of the candidate The explanation for how the relative risks are obtained and displayed is the same as that given in Table 4 . The allelic information for each SNP is given in Table 9 . SNP9 = rs6487236, SNP10 = rs1871142 and SNP11 = rs10770836. SNP set is the total number of available SNPs while the number of permutation replicates for p-value evaluation is set to 10,000. The allelic association statistic employed in the study is the χ 2 statistic that is obtained through the contingency table of genotypes with disease status. A PAS-CAL program for the set association approach can be obtained from the website for S statistic in gene mapping [84] .
Correlation-based feature selection technique
A correlation-based feature selection (CFS) technique [14] is an attribute (SNP) subset evaluation heuristic that considers both the usefulness of individual features (SNPs) in the (case-control) classification task and the level of intercorrelation among features. Each attribute subset is assigned a score given by
where Merit F is the heuristic merit of an n c -attribute subset F, cf is the average feature-class correlation and ff is the average feature-feature inter-correlation. An attribute subset receives a high merit score if it contains features that are highly correlated with the class and at the same time have low inter-correlation among one another. An application of a best-first search for the best subset identification is carried out to avoid searching through all possible attribute subsets. CFS has been integrated into a Weka package [85, 86] .
Tuned ReliefF
A tuned ReliefF (TuRF) algorithm is a ranking algorithm for identifying genetic markers which are important in case-control classification [16] . TuRF is built on a ReliefF engine [15] . ReliefF randomly picks a sample from the (case-control) data and identifies its n k nearest neighbours from the same class and another n k nearest neighbours from the opposite class. The attribute values--the genotypes in this application--of the neighbour samples are compared to that of the randomly picked sample and are subsequently used to update the relevance score for each attribute (genetic marker). This process is repeated for a specified number of samples, which is limited by the total sample size. The rationale of ReliefF is that an attribute which is important for the classification should have different values for samples from different classes and have the same value for samples from the same class. The relevance score of an attribute have a range from -1 (not relevant) to +1 (highly relevant). TuRF exploits the capability of ReliefF by repeatedly executing ReliefF and removing a portion of worst attributes at the end of each execution. This leads to the reevaluation of remaining attributes and, hence, reduces the effects of attribute noise on the attribute screening. In this study, the number of repetitions for random sample picking in the ReliefF part is equal to the total number of case-control samples while the neighbourhood size (n k ) for the relevance score calculation is set to ten. Furthermore, the worst 1% of SNPs is removed at the end of each ReliefF iteration (TuRF 1%). TuRF has been integrated into the current distribution of multifactor dimensionality reduction (MDR) software.
Merit n c r cf n c n c n c r ff
r r 
Reference Population Gene Prediction Accuracy CVC Permutation p-value
Cho et al. [43] Korean PPARG, UCP2 0.7957 9/10 0.01 Hsieh et al. [44] Han Chinese RXRG, EGFR 0.6270 11/12 N/A Qi et al. [45] US KCNJ11, HNF4A 0.5420 10/10 0.010 Fiorito et al. [47] Italian PPARG, DIO2 0.6170 10/10 0.005
A permutation test with 1,000 randomised replicates is performed to obtain the empirical p-value for the null hypothesis of no association in the studies conducted in the US and Italian populations. In contrast, a permutation test with 100 randomised replicates is performed to obtain the empirical p-value in the study conducted in the Korean population.
Multifactor dimensionality reduction
A multifactor dimensionality reduction (MDR) method is a wrapper-based technique that is capable of identifying the best genetic marker combination among possible markers for the separation between case and control samples [19] . Similar to other wrapper-based methods, an n ffold cross-validation technique provides a means to determine the prediction accuracy of the candidate marker model. Basically, the combined case and control samples are randomly divided into n f folds where n f -1 folds of samples are used to construct a decision table while the remaining fold of samples is used to identify the prediction capability of the constructed decision table. The decision table construction and testing procedure is repeated n f times. Hence, the samples in each fold are always used both to construct and to test the decision table. The number of cells in a decision table is given by where n c is the number of candidate markers selected from possible markers and G is the number of possible genotypes according to the marker. For a SNP, which is a bi-allelic marker, G is equal to three. During the decision table construction, each cell in the table is filled with case and control samples that have their genotype corresponds to the cell label. The ratio between numbers of case and control samples provides the decision for each cell whether the corresponding genotype is a protective or disease-predis-posing genotype. An example of decision table construction is illustrated in Figure 13 .
The prediction accuracy of the decision table is subsequently evaluated by counting the numbers of case and control samples in the testing fold that their disease status can correctly be identified using the constructed decision rules. The process of decision table construction and evaluation must be cycled through all or some of possible -1 combinations where n m is the total number of available markers in the study. The best genetic marker combination is determined from two criteria: prediction accuracy and cross-validation consistency. Each time that a testing fold is used for the prediction accuracy determination, the accuracy of the interesting marker combination model is compared with that from other models that also contain the same number of markers. The model that consistently ranks the first in comparison to other choices with the same number of markers has high cross-validation consistency. Prediction accuracy is the main criterion for decision making while cross-validation consistency is only used as an auxiliary measure. Cross-validation consistency generally confirms that the high rank model can consistently be identified regardless of how the samples are divided for cross-validation. In a situation where two or more models with different number of markers are equally good in terms of prediction accuracy and crossvalidation consistency, the most parsimonious model-the combination with the least number of markers--is chosen as the best model. After the best model has been selected, a permutation test is used to assess the probability of obtaining prediction accuracy that is at least as large as or larger than that observed in the original data from randomised data. This h max 2 represents the probability that the null hypothesis of no association is true. Each permutation replicate is constructed by randomly assigning the case/control status to each sample with the numbers of case and control samples remaining fixed. MDR analysis is subsequently carried out to obtain the prediction accuracy of each permutation replicate. The empirical p-value is denoted by the fraction of permutation replicates with the prediction accuracy greater than or equal to the prediction accuracy obtained from the original data. MDR software, which incorporates many additional features including interaction visualisation via dendrograms and genetic marker screening via a χ 2 test, an odds ratio test, ReliefF and TuRF, is available from its homepage [87] .
Penetrance of Genotype
JLIN
JLIN or a Java LINkage disequilibrium plotter is a computer program for visualisation of linkage disequilibrium analysis [63] . The program is capable of displaying many statistical measures including D' [64] and r 2 [65] . The program is publicly available from the Centre for Genetic Epidemiology and Biostatistics, University of Western Australia [88] .
Interaction dendrogram
An interaction dendrogram is a graphical tool for the visualisation of relationships among attributes (SNPs) [68, 69] . The interaction dendrogram is constructed via hierarchical clustering analysis and is embedded into MDR software [87] . The dendrogram illustrates the entropy-based interaction between attributes by displaying interacting or related attributes closely together as adjacent leaves in a tree. At the same time, independent attributes are placed far apart from one another. In addition, the conclusion regarding whether the interaction between attributes is synergistic or redundancy is present can be deduced.
Availability and requirements
The 2LOmb program for Windows platforms and examples of simulated data are available at http:// code.google.com/p/nachol/w/list.
List of abbreviations
2LOmb: omnibus permutation test on ensembles of twolocus analyses; ALT: alanine transaminase; ANOVA: analysis of variance; AST: aspartate transaminase; CFS: correlation-based feature selection; CI: confidence interval; CVC: cross-validation consistency; DIO2: deiodinase, iodothyronine, type II; E2LA: exhaustive two-locus analysis; EGFR: epidermal growth factor receptor (erythroblastic leukemia viral (v-erb-b) oncogene homolog, avian); FAM-HAP: software for single-marker analysis and joint analysis of unphased genotype data from tightly linked markers (haplotype analysis); FUSION: Finland-United States Investigation of NIDDM Genetics; genomeSIM: simulation package for generating case-control samples in large-An MDR decision table that is constructed using a balanced case-control data set with the sample size of 800 
